Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.032; wR factor = 0.094; data-to-parameter ratio = 9.5.
In the title molecule, C 11 H 12 N 2 O, the pyridazine ring has a skew-boat conformation. The dihedral angle between the phenyl ring [r.m.s deviation = 0.0039 (15) Å ] and the best mean-plane of the pyridazine ring [r.m.s deviations = 0.2629 (15) Å ] is 53.27 (10) . In the crystal, molecules are linked by C-HÁ Á ÁO hydrogen bonds and C-HÁ Á Á interactions involving the methyl group and the phenyl ring of a symmetry-related molecule.
Related literature
For the similar structure, 2-(4-methoxyphenyl)-6-(trifluoromethyl)-4,5-dihydropyridazin-3(2H)-one, see: Wan et al. (2009) . For conformation analysis of six-membered rings, see: Cremer & Pople (1975) .
Experimental
Crystal data C 11 H 12 N 2 O M r = 188.23
Monoclinic, P2 1 a = 6.4151 (2) Å b = 7.9010 (2) Å c = 10.1888 (3) Å = 106.607 (1) V = 494.89 (2) Å 3 Z = 2 Mo K radiation = 0.08 mm À1 T = 296 K 0.24 Â 0.15 Â 0.12 mm
Data collection
Bruker APEXII CCD detector diffractometer 7678 measured reflections 1220 independent reflections 1154 reflections with I > 2(I) R int = 0.031 Refinement R[F 2 > 2(F 2 )] = 0.032 wR(F 2 ) = 0.094 S = 1.06 1220 reflections 129 parameters 1 restraint H-atom parameters constrained Á max = 0.15 e Å À3 Á min = À0.13 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C1-C6 ring. Symmetry codes: (i) Àx þ 1; y À 1 2 ; Àz þ 2; (ii) x À 1; y; z; (iii) Àx þ 1; y À 1 2 ; Àz þ 1; (iv) Àx; y þ 1 2 ; Àz þ 1.
D-HÁ
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Pople, 1975) . The dihedral angle between the phenyl ring and the best mean-plane of the pyridazine ring (r.m.s deviations: 0.2629 (15) Å) is 53.27 (10)°.
In the crystal molecules are linked via non-classical C-H···O hydrogen bonds (Table 1) , forming a two-dimensional network (Fig. 2 ). Molecules are also linked by C-H···π interactions involving a methyl H-atom and the phenyl ring of a symmetry related molecule (Table 1) .
Experimental
A mixture of phenylhydrazine (2.7 ml, 27 mmol) and levulinic acid (2.6 ml, 25 mmol) in 60 ml of ethanol were refluxed for 4 h. After cooling the reaction mixture was poured onto ice. The solid obtained was filtered off and recrystallized from methanol to give the title compound as colourless crystals: Yield 3.9 g (85%); Mp: 367-369 K. Spectroscopic data for the title compound is given in the archived CIF.
Refinement
In the final cycles of refinement, in the absence of significant anomalous scattering effects, 906 Friedel pairs were merged and Δf " set to zero. H-atoms were positioned geometrically, with C-H = 0.93 Å for CH(aromatic), 0.97 Å for CH 2 and 0.96 Å for CH 3 H-atoms. They were constrained to ride on their parent atoms, with U iso (H) = k × U eq (C), where k = 1.5 for CH 3 H-atoms and k = 1.2 for all other H-atoms. 
Special details
Experimental. Spectroscopic data for the title compound Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) −0.0007 (7) 0.0048 (6) 0.0022 (7) C8 0.0625 (10) 0.0570 (11) 0.0352 (7) −0.0039 (9) 0.0151 (7) 0.0019 (8) C9 0.0579 (10) 0.0550 (11) 0.0474 (9) −0.0115 (9) 0.0189 (8) 0.0028 (9) N1 0.0390 (6) 0.0451 (8) 0.0306 (6) −0.0027 (6) 0.0067 (5) 0.0004 (6) N2 0.0416 (7) 0.0494 (9) 0.0342 (6) −0.0062 (7) 0.0027 (5) 0.0034 (6) O1 0.0454 (6) 0.0631 (9) 0.0533 (7) −0.0136 (7) 0.0044 (5) −0.0029 (7) Geometric parameters (Å, °) 
Hydrogen-bond geometry (Å, °)
Cg1 is the centroid of the C1-C6 ring. 
